Supplementary Figures
Supplementary Figure S1 . Schematic diagram of integrated data analysis strategy in this study.
The sequential analytical steps rely on several types of experimental input (red boxes) and integrated methods (blue boxes). Three main levels of genome-wide datasets were used: (1.1) chromatin interactome data from ChIA-PET with RNAPII, which provided two global datasets: the RNAPII binding sites (oval) and the interactions among the binding sites (rectangle); (1.2) epigenome datasets including histone modifications and DNA methylation data, which were used to depict the chromatin states of miRNA genes (MIRs) and their relationship with expression output; (1.3) transcriptome data including mRNA-seq and small RNA-seq data, where were used to measure the expression levels of protein-coding genes and MIRs, respectively. Other datasets used in this study can be found in Supplementary Table S1 . Furthermore, several integrated methods were used to construct chromatin-related MIR-MIR interaction networks. We first used the ChIA-PET interaction data to construct chromatin interaction networks involving in both MIRs and protein-coding genes. miRNA-target pairs were mapped to the defined chromatin communities (2.1; see Materials and methods). We then focused on miRNA-related chromatin interactions and defined a miRNAome chromatin network, which revealed cell-specific chromatin interaction models (2.2). We further integrated RNA-seq data and disease information to character the 
